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SEQUENCE LISTING 



(1) GENERAL INFORMATION : 



(i) APPLICANTS: BEAUDOIN, AdrienR- 
v SEVIGNY , Jean 

RECOMBINANT TECHNOLOGY 

(iii) NUMBER OF SEQUENCES: 8 
(iv) CORRESPONDENCE ADDRESS: 

™ COUDREAU GAGE DUBUC & MARTINEAU WALKER 
SI STREET^ 8 0 0 PLACE VI CTORI A , SUITE 3,00 

(C) CITY: MONTREAL 

(D) STATE: QUEBEC 

(E) COUNTRY: CANADA 

( F ) ZIP: H4Z 1E9 



(v) COMPUTER READABLE : 



(A ) MEDIUM TYPE: DISKETTE 1.44 

(B) COMPUTER: IBM Compatible 

c Derating system: windows 3.1 

{D) SOFTWARE: WORDPERFECT 6.1 



(vi ) CURRENT APPLICATION DATA: 
m APPLICATION NUMBER: 

V "' rr,rn . A t>P T T 



(B) 
(O 



FILING DATE: APRIL 10, 1996 
CLASSIFICATION: 



(vii) PRIOR APPLICATION DATA: 

(A , APPLICATION: U.S. S.N 08/419.204 
{) FILING DATE: APRIL 10, 1995 



(B) 



(viii ) ATTORNEY/ AGENT INFORMATION: 



- 42 



(A) - NAME : Jean H. DUBUC, Gaetan PRINCE, Alain M. 

(C) REFERENCE /DOCKET NUMBER: DH/10857.146 

(ix) TELECOMMUNICATION INFORMATION: 

(A) TELEPHONE: (514) 397-4335 
1b, TELEFAX : (514) 397-4382 

(2) INFORMATION FOR SEQ ID NO: 1 
(i) SEQUENCE CHARACTERISTICS: 

( A ) LENGTH: 510 AMINO ACIDS 

(B) TYPE: AMINO ACID 

(C) STRANDEDNESS : SINGLE 

(D) TOPOLOGY: LINEAR 



(xi) 



SEQUENCE DESCRIPTION: SEQ ID NO: 1 
Me t Viu Asp T*r Lys Glu S, Asn Val Lys T.r P*e Cys Ser Lys 
Asn He Leu Ala lie Leu Gly P*e Ser Ser He - ^ ^ ^ 
Ala Leu Leu Ala Val Gly - - - - - « Olu 

As n Val Lys Tyr Gly He Val Leu Asp Ala Gly Ser Ser His *r 
S er Leu Tyr He Z Lys Tr P Pro Ala Glu Lys Olu « - 
Gly val Val His olu Val Glu Glu Cys Arg Val Lys Gly P~ Oly 
Ile ser Lys P,e V 8 a°i Gin Lys Val Asn Glu He Gly He Tyr Leu 
Thr Asp Cys Met Glu Arg Ala Arg Olu Val He P~ « *er Gin 

110 tMo Thr- Ala Gly Met Arg 

„i. Gin Glu Thr Pro Val Tyr Leu Gly Ala Thr 

125 -, t Ala Acsr> Arq Val Leu Asp 

Le u Leu Arg Met Glu Ser Glu Glu Leu Ala Asp Arg 

140 o ^ Tvr Pro Phe Asp Phe Gin Gly 

Val Val Glu Arg Ser Leu Ser Asn Tyr Pro ^ 
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Ala Arg ne n. «i, o, «u oxu Gly Ala Tyr Trp I- 

Thr He Asn Tyr Leu Leu Gly Lys «- - «- - - « - 

185 a. n« Thr Asn Asn Gin Glu Thr Phe Gly 
Phe Ser He Val Pro Tyr Glu Thr Asn ^ ^ 

200 m . „ 1n Ua1 Thr Phe Val Pro 

Ala Leu Asp Leu Gly Gly ^ Ser Thr Gin val 

Gin Thr fie Glu Ser Pro Asp Asn Ala Leu Gin Phe Arg 

Gin Asn Gin Thr ne v^x 

Le u Tyr Gly Lys Asp Tyr Asn Val Tyr Thr His Ser Phe Leu Cys 
Tyr Gly Lys Asp Gin Ala Leu Trp Gin Lys Leu Ala Lys Asp lie 
Gin val Ala Ser Asn Glu He Leu Arg Asp Pro Cys Phe His Pro 
Gly T yr Lys Lys £ Val Asn Val Ser Asp Leu T.r Lys Thr Pro 

cys T hr Lys Ar g Z Glu Me t Thr Leu Pro Phe Gin Gin Phe Glu 

305 „ ... Pln q er He Leu 

ne Gin Gly He Gly Asn Tyr Gin Gin Cys Hrs Gin 

320 Tvr Ser Gin Cys Ala Phe 

Glu uu Phe Asn Thr Ser Tyr Cys Pro Tyr 

As n Gly He Phe Leu Pro Pro Leu Gin Gly As P Phe Gly Ala Phe 
S er Ala Phe Tyr IZ Val Me t Lys Phe Leu Asn Leu Thr Ser Glu 

365 Va i Thr Glu Met Met Lys Lys Phe Cys 

Lys Val Ser Gin Glu Lys Val Thr Glu M^ 39Q 

A l a Gin Pro Trp IZ Glu He Lys Thr Ser Tyr Ala Gly Val Lys 
Glu Lys Tyr Leu Ser Glu Tyr Cys Phe Ser Gly Thr Tyr He Leu 

410 m , - 1 n „„ q er Trp Glu 

ser Leu Leu Leu Gin Gly Tyr His Phe Thr Ala Asp 

425 T n rlv Ser Asp Ala Gly Trp 

His He His Phe He Gly Lys He Gin Gly 

440 * ion Thr Asn Met He Pro Ala Glu 

Thr Leu Gly Tyr Met Leu Asn Leu Thr Asn 

455 „ mo q P r Thr Tyr Val Phe Leu 

Gin Pro Leu Ser Thr Pro Leu Ser Hrs Ser 48Q 

a n r\ 
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Ual Teu p he Thr Val Ala He He Gly 
Met Val Leu Phe Ser Leu Val Leu Phe ^ ^ 

485 o r Twr- Phe Trp Lys Asp Met Val 

Leu Leu lie Phe His Lys Pro Ser Tyr Phe Trp 

500 

(2) INFORMATION FOR SEQ ID NO : 

(i) SEQUENCE CHARACTERISTICS: 

( A ) LENGTH: 1818 BASE PAIRS 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : SINGLE 

(D) TOPOLOGY: LINEAR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 2 

ACCACACCAA GCAGCGGCTG GG^GGGGGAA AGACGAGCAA AG^AA 
AACAAAAGCT GCTACTTATG ^GATACAA f G CTATCATAGC 
TTTTGCTCCA AGAATATCCT ^CCATCCTT ^ GCATTGCCAG 
TGTGATAGCT TTGCTTGCTG TGGGGTTGAC ^ TCACACAAGT 

Iaaacgttaa gtatgggatt gtgctogmg cgggttcttc caggcgtggt 

TT AT AC AT CT ATAAGTGGCC ^AGAAAAG ^ Q TCAAAATTTG 

gcatcaagta gaagaatgca gggttaaagg g catggaaaga 

TTCAGAAAGT AAATGAAATA GGCATTTACC ^ CCGTTTACCT 

gctagggaag tgattccaag gtcccagcac gaagagttgg 

GGGAGCCACG GCAGGCATGC GGTTGCTCAG ^ CTAC CCCTTT 

CAGACAGGGT TCTGGATGTG ^GGAGAGGA ^ GTGCCTATGG 

GACTTCCAGG GTGCCAGGAT CATTACTGGC ^G ^CAAGGT 
CTGGATTACT ATCAACTATC TGCTGGGCAA JTTCA 

GGTTCAGCAT AGTCCCATAT ^AAACCAATA ^CA CCCAAAAC CA 

TTGGACCTTG GGGGAGCCTC TACACAAGTC ^TT TATGGCAAGG 

GACTATCGAG TCCCCAGATA ^CTCTG^A GGATCAGGCA 

ACTACAATGT CTACACACAT AGCTTCTTGT GC ^ 

CTCTGGCAGA AACTGGCCAA GGACATTCAG AACGTAAGTG 

CAGGGACCCA TGCTTTCATC ^GATATAA TCTTCCATTC 

AC CTTT AC AA GACCCCCTGC ^CCAAGAGAT ™f GCCATCA AAG 
CAGCAGTTTG AAATCCAOQQ ™^AC ^C^ qaGTGTGCCT 

CATCCTGGAG CTCTTCAACA ^AGTTACTG QG GGCAT TTTCA 

T C AATGGGAT TTTCTTGCCA ^ACTCCAGG AG aGAAAGTCTC 

GCTTTTTACT TTGTGATGAA GTT ^TAAAC CAGCCTTGGG 

SSSSS T o G c= ss— ™- 
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TACTGCTTTT CTGGTACCTA CMtCTCWC CTOCTTCWC AAGGCTATCA 
TTTCACAGCT GATTCCTGGG *«ACATCCA TTTCATT QACCAACATG 
GCAGCGACGC CGGCTGGACT "GGGCTACA TGC ^ CCACCTATGT 
ATCCCAGCTG AGCAACCATT ^ACACC TTTCACAGTG GCCATCATAG 
CTTCCTCATG GTTCTATTCT CCCWOTCCT Gfi -pATGGTATAG 

GCTTGCTTAT CTTTCACAAG ^TCATATT ^^^^^^ -jcGTCCAGGG 

SSSES = i ~~ — GAAGCCTTTC 
a"" SSSS AGGAC TT CGG CAGA T AC TGT 
CTCTTTCATG AGTTTTTC 

(2) INFORMATION FOR SEQ ID NO: 3 
(i ) SEQUENCE CHARACTERISTICS: 

( A ) LENGTH: H AMINO ACIDS . 

(B) TYPE: AMINO ACID 

(C) STRANDEDNESS : SINGLE 

(D) TOPOLOGY: LINEAR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3 

Glu Thr Pro Val Tyr Leu Gly Ma Thr Ala Gly 



(2 ) INFORMATION FOR SEQ ID NO: 4 
(i ) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 5 AMINO ACIDS 

(B) TYPE: AMINO ACID 

(C) STRANDEDNESS: SINGLE 

(D) TOPOLOGY: LINEAR 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 4 

Leu Leu Arg Met Glu 

5 

(2) INFORMATION FOR SEQ ID NO: 5 



1350 

1400 

1450 

1500 

1550 

1600 

1650 

1700 

1750 

1800 

1818 



- 46 - 



(i , SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 13 AMINO ACIDS 

(B) TYPE: AMINO ACID 

(C) STRANDEDNESS : SINGLE 

(D) TOPOLOGY: LINEAR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 5 

Ala Asp Lys lie Leu Ala Asn Xaa Val Ala Ser Ser He 

5 

{2 ) INFORMATION FOR SEQ ID NO: 6 
(i) SEQUENCE CHARACTERISTICS: 

(A ) LENGTH: 10 AMINO ACIDS 

(B) TYPE: AMINO ACID 

(C) STRANDEDNESS: SINGLE 

( D ) TOPOLOGY: LINEAR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 6 

Tyr Pro Phe Asp Phe Gin Gly Ala Arg lie 

5 

(2 ) INFORMATION FOR SEQ ID NO: 7 
(i , SEQUENCE CHARACTERISTICS: 

(A ) LENGTH: 20 AMINO ACIDS 

(B) TYPE: AMINO ACID 

(C) STRANDEDNESS: SINGLE 

( D ) TOPOLOGY: LINEAR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 7 

Lys Ser Asp Thr Gin olu Tyr Gly Ala Le. As P Le. Gly Gly 

Ala Ser Thr Gin Val 

20 
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(2) INFORMATION FOR SEQ ID NO : 8 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 AMINO ACIDS 

(B) TYPE: AMINO ACID 

(C) STRANDEDNESS : SINGLE 

(D) TOPOLOGY: LINEAR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO 

L ys Ser Asp Thr Gin Glu Thr Tyr Gly Ala Le 
Ala 



